1 Manuscript received 1 April 2015; revision accepted 20 May 2015. This work was fi nancially supported by the National Natural Science Foundation of China (grants no. 31270270, 31400322, and 31110103911), the International Scientifi c and Technological Cooperation Projects of Qinghai Province (no. 2014-HZ-812) , and the West Light Foundation of the Chinese Academy of Sciences. 4 These authors contributed equally to this work. about the mating system of Saxifraga , and further study is needed before definite conclusions can be drawn. No linkage disequilibrium was detected in any pair of loci. Most loci (three, nine, and eight in populations DG, CY, and BM, respectively) showed a signifi cant departure from HWE, consistent with the inbreeding coeffi cient. MICRO-CHECKER suggested that this may be affected by the presence of null alleles ( Chapuis and Estoup, 2007 ) .
CONCLUSIONS
In this study, we isolated 12 microsatellite loci, which displayed polymorphisms among populations of S. egregia . These polymorphic markers are expected to be helpful in further studies on the systematics and phylogeography of S. egregia in the Qinghai-Tibet Plateau.
Hardy-Weinberg equilibrium (HWE), and linkage disequilibrium (LD) between all pairs of polymorphic loci, were calculated using GENEPOP version 4.2 ( Raymond and Rousset, 1995 ; Rousset, 2008 ) . Signifi cance testing of the inbreeding coeffi cient ( F IS ) at all loci was performed using FSTAT 2.9.3.2 ( Goudet, 2002 ) . MICRO-CHECKER ( van Oosterhout et al., 2004 ) was used to detect null allele frequencies ( r ) for all loci.
Of the 112 primer pairs, 48 generated amplifi cation products of expected sizes. Twelve of these displayed polymorphism, and their characteristics are shown in Table 1 . Information on the 36 monomorphic primer pairs is listed in Appendix 2. Overall, A ranged from four to 14 per locus across 50 individuals ( Table 2 ) . H o and H e ranged from 0.421 to 1.000 and 0 .622 to 0.939 per locus, respectively, which suggests that genetic diversity in this species is relatively high ( Chen et al., 2009 ). This could be the result of interspecifi c hybridization between S. egregia and its closely related species with sympatric distribution ranges (e.g., S. diversifolia Wall. ex Ser.), considering their quite similar morphological features ( Pan et al., 2001 ) . Unfortunately , there is almost no research Note : A = total number of alleles per locus; F IS = inbreeding coeffi cient; H e = expected heterozygosity; H o = observed heterozygosity; N = sample size for each population; r = null allele frequency.
a See Appendix 1 for population locality information. * Signifi cant departure from Hardy-Weinberg equilibrium (HWE) at P < 0.01.
